values (length divided by width) determined from water mounts from dried specimens.
All samples have been deposited in the Mushroom Application and Research Center of the Fungarium of Selçuk University, Konya, Turkey.
DNA extraction, PCR amplification, sequencing, and phylogenetic analysis
Total genomic DNA was isolated from dried samples with slight modifications (increasing the concentration (100 mg/mL and 10 mg/mL) and the volume (10 µL) of RNase A and proteinase K, respectively) to the protocol of the Eurx GeneMatrix Plant & Fungi DNA Purification Kit. PCR amplification of ITS rDNA and LSU rDNA was performed using ITS1F-ITS4 (White et al., 1990) and LROR-LR5 (Vilgalys and Hester, 1990 ) primers, respectively. PCR conditions were set as follows: 94 °C for 5 min, followed by 30 cycles of 30 s at 94 °C, 60 s at 52 °C for ITS rDNA, 55 °C for LSU rDNA, and 90 s at 72 °C and final extension 10 min at 72 °C. PCR amplifications were verified by electrophoresis on a 1.5% agarose gel and then DNA sequencing of successful amplifications was performed using the BigDye Terminator v3.1 Sequencing Kit, again with ITS1F-ITS4 (for ITS rDNA) and LROR-LR5 (for LSU rDNA) primers. An ABI 3730XL Sanger Sequencer (Applied Biosystems, Foster City, CA, USA) was used for running of sequencing reactions. Raw sequence chromatograms were edited and aligned using Sequencher version 5.4.5 (Gene Codes, Ann Arbor, MI, USA). The sequences obtained from this study were deposited in GenBank as accessions MF619953-MF619957 for LSU rDNA and MF619952-MF619955 for ITS rDNA.
Phylogenetic trees were obtained with maximum likelihood (ML) analysis by using Helvella albella and Underwoodia singeri as the outgroup for the ITS rDNA and LSU rDNA region in MEGA6 software, respectively. Support values (ML bootstrap percentages/Bayesian posterior probabilities) are given on the branches. The highest log likelihood of the trees for ITS rDNA and LSU rDNA were -2527.91 and -2478.58, respectively. The analysis involved 26 nucleotide sequences for LSU rDNA and 13 nucleotide sequences for ITS rDNA. All positions containing gaps and missing data were eliminated. There were a total of 503 positions for LSU rDNA and 487 for ITS rDNA in the final dataset. Etymology: gunerii from Şaban Güneri, the person who first collected the specimens.
Results

Taxonomy
Hypogeous ascomata 0.9-3.3 × 0.7-2.5 cm in diam., irregularly globose or subglobose, spherical to subspherical, showing mostly an irregular shape, more or less lobed, usually with an irregular apical depression, sometimes folded inside, red (5R 4/6), reddish orange (10R 6/6) to brownish red (10R 4/69) or blackish brown (5YR 2/2). Surface covered by irregular polygonal warts 4-6-angled, 0.450-0.609 × 0.114-0.293 mm diam., densely packed together when young and more isolated with age, sometimes like a network (Figures 2A-2E) .
Peridium 190-550 µm, composed of a pseudoparenchymatous hyphal structure with polygonal cells (4-6-angled) measuring 15.0-27.5 × 7.5-18.0 µm, red to brownish and thick walled (2.5-4.5 µm) in the outer layer, colorless and with thinner walls in the internal layer ( Figures 3A and 3B ). Yellowish to dark brown hairs are rare on the external surface, simple or branched, 2-4-septate, thick-walled, emerging from the terminal cells of the peridium, measuring up to 82-64 × 6-7.5 µm ( Figures 3C  and 3D) .
Gleba whitish or yellowish, lubricous, generally compact or frequently presenting irregularly sinuous, labyrinth-like veins, with a prosenchymatic structure of interwoven hyphae 3.6-5.6 µm in diam. (Figures 3E and  3F) .
Asci mostly pear-shaped, broadly ellipsoid, or irregularly clavate with a protruding hump at the apex, inamyloid, 8-spored, 157-202 × 35.5-45.5 µm ( Figures  4A and 4B) , with a pleurorynchous base ( Figure 4C ). Paraphyses cylindrical, hyaline, uniseptate, longer than the asci, 5-9 µm wide ( Figure 4B) These results suggested that, while B. gunerii was closer to B. maroccana in terms of both ITS and LSU rDNA sequences (Figures 5 and 6) , it is very easy to distinguish it by spore shapes, size, and habitats for both species.
Discussion
Macroscopic and microscopic characters are often very similar among known species of Barssia, but they can be easily discriminated by their spore size, shape, and host as shown in the synoptic key provided below. 
